Key indicators: single-crystal X-ray study; T = 110 K; mean (C-C) = 0.003 Å; R factor = 0.044; wR factor = 0.116; data-to-parameter ratio = 12.9.
Hydrogen-bond geometry (Å , ) .
Cg is the centroid of the C10-C15 ring. Symmetry codes: (i) Àx þ 2; Ày þ 1; Àz þ 1; (ii) x; y; z À 1; (iii) Àx þ 2; Ày þ 2; Àz þ 1.
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: DIAMOND (Brandenburg, 2011); software used to prepare material for publication: publCIF (Westrip, 2010).
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Comment
The title compound, 6-(3,5-dimethoxybenzylamino)-9-(tetrahydropyran-2-yl)-9H-purine ( Fig. 1) , is formed by the essentially planar purine moiety substituted by 3,5-dimethoxybenzylamine and tetrahydropyran-2-yl at the C6, and N9 position, respectively (for related structures, see: Soriano-Garcia et al., 2003; Taddei et al., 2004) . The six-membered pyrimidine and five-membered imidazole rings of the purine moiety form the dihedral angle of 1.50 (6)° (Fig. 2) , while the planes fitted through all the non-hydrogen atoms of purine and benzene rings form the dihedral angle of 63.87 (4)° ( Fig. 3) . The most deviated atoms from the planes created through the pyrimidine, imidazole, purine and benzene rings are C5 (0.006 (2) Å), C8 (-0.005 (2) Å), C5 (0.021 (2) Å), and C12 (0.011 (2) Å), respectively. The crystal structure is stabilized by the N6-H6···N7 hydrogen bonds (see Table 1 for parameters) and C-H···O, C-H···π and parallel slipped π-π interactions [centroid-centroid distance = 3.467 (1) Å; slippage 0.519 Å] ( Fig. 4 and Fig. 5 ). The tetrahydropyranyl ring adopts a chair conformation. The Cremer-Pople puckering parameters (Cremer & Pople, 1975) are Q T = 0.691 (2) Å, Θ 2 = 89.4 (2)°, q 2 = 0.691 (2)°, q 3 = 0.007 (2)° and φ 2 = 148.8 (2)°.
Experimental
The title compound, synthesized with the aim of its possible utilization as a suitable ligand in coordination chemistry of transition metals, was prepared by a slightly modified method reported by Szüčová et al., 2009 . The starting compounds 6-chloropurine and 3,4-dihydro-2H-pyrane (a molar ratio of 1:2) were stirred in a minimum volume of ethanol (15 min, laboratory temperature) and then CF 3 COOH (1.30 molar equivalent of 6-chloropurine) was slowly poured. The reaction mixture was neutralized by 10% NH 4 OH after 24 h of stirring at laboratory temperature. The solvents were evaporated and yellowish product was washed (distilled water, methanol, diethyl ether) and dried in desiccator over P 4 O 10 . The obtained 6-chloro-9-(tetrahydropyran-2-yl)-9H-purine was dissolved in a minimum volume of N,N`-dimethylformamide and 3,5-dimethoxybenzylamine (1.33 molar equivalent) and triethylamine (1.67 molar equivalent) were poured in. The reaction mixture was stirred at 90 °C for 150 min and then it was evaporated to dryness. The solid was suspended in cold distilled water, filtered off, washed (distilled water, methanol, diethyl ether) and dried in desiccator over P 4 O 10 . The powder product was recrystallized from ethanol and the obtained microcrystals, suitable for single-crystal X-ray analysis, were collected by filtration. Analysis calculated for C 19 H 23 N 5 O 3 : C 61.8, H 6.3, N 19.0%; found: C 61.7, H 6.4, N 18.8%.
Elemental analysis (C, H, N) was performed on a Thermo Scientific Flash 2000 CHNO-S Analyzer.
Refinement
Non-hydrogen atoms were refined anisotropically and hydrogen atoms were located in difference maps and refined using the riding model with C-H = 0.95 (CH), C-H = 0.99 (CH 2 ), C-H = 0.98 (CH 3 ) Å, and N-H = 0.88 Å, with U iso (H) = 1.2U eq (CH, CH 2 , NH) and 1.5U eq (CH 3 ). The maximum and minimum residual electron density peaks of 0.45 and -0.22 e Å -3 , respectively, were located 0.93 Å and 0.74 Å from the C21 and C19 atoms, respectively. 
Computing details
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO (Agilent, 2012); data reduction: CrysAlis PRO (Agilent, 2012); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: DIAMOND (Brandenburg, 2011); software used to prepare material for publication: publCIF (Westrip, 2010).
Figure 1
The molecular structure of the title compound with the non-hydrogen atoms depicted as thermal ellipsoids at the 50% probability level and given with the atom numbering scheme. Part of the crystal structure of the title compound (Ball-and-stick model), showing the N6-H6···N7 hydrogen bonds (dashed green lines; see Table 1 for parameters) and C8-H8···π, C21-H21···π and π···π interactions (dashed orange lines; see Table 1 for C8-H8···Cg and C21-H21···Cg parameters). Cg···Cg iii parameters: d(D···A) = 3.46700 (10) Å. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (9) 0.0310 (9) −0.0008 (7) −0.0084 (7) −0.0031 (7) N7 0.0221 (7) 0.0256 (7) 0.0347 (8) (2) C18-C22 1.491 (2) C5-C6 1.410 (2) C18-H18 1.0000 N6-C6 1.347 (2) C19-C20 1.503 (4) N6-C9 1.453 (2) C19-H19A 0.9900 N6-H6 0.8800 C19-H19B 0.9900 N7-C8 1.312 (2) C20-C21 1.504 (3) C8-N9 1.365 (2) C20-H20A 0.9900 C8-H8 0.9500 C20-H20B 0.9900 N9-C18 1.451 (2) C21-C22 1.548 (3) C9-C10 1.508 (2) C21-H21A 0.9900 C9-H9A 0.9900 C21-H21B 0.9900 C9-H9B 0.9900 C22-H22A 0.9900 C10-C15 1.381 (2) C22-H22B 0.9900 C10-C11 1.400 (2) Hydrogen-bond geometry (Å, º) Cg is the centroid of the C10-C15 ring. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
